It is estimated that as many as 1,000,000 people traveling to Mexico develop diarrhea every year. Shigella species account for as many as 20% of the cases of traveler's diarrhea in Mexico, and Shigella sonnei is the most common species isolated (3) . S. sonnei is also the most common species found in the United States, accounting for about 60% of all cases of shigellosis reported to the Centers for Disease Control and Prevention every year (2) .
Two epidemiologic patterns for shigellosis have been described. Cyclic epidemics with major shifts in serogroups, Shigella dysenteriae 01 strains initially predominating and then being subsequently replaced by Shigella flexneri, which is then replaced by S. sonnei, each cycle lasting 20 to 40 years (7) , have been observed since the turn of the century. These cycles are considered to reflect changes in herd immunity to one species that is present for a long period of time until immunity in the population reaches a critical level. More recently a second pattern, characterized by continuous low levels of transmission alternated with periodic, transient nationwide increases in isolation of Shigella organisms (9) , has been recognized. The explanation for these transient peaks in the frequency of Shigella infection remains unclear. The most recent peak in the United States was seen in 1988, and S. sonnei accounted for most of the increase in isolates (9) .
The existence of only one serotype of S. sonnei has complicated the study of the epidemiology and transmission of this organism. Plasmid DNA analysis has been employed to differentiate strains (1, 10) , to characterize antibiotic resistance (5) , and to investigate outbreaks caused by this organism (8, 16 (6) . Electrophoresis was carried out in 1.0% horizontal agarose gels for 2 h at 75 V.
Antibiotic susceptibility testing. Antibiotic susceptibilities Clusters were defined as groups of strains with at least 75% similarity (the lowest level at which significant homogeneity is expected) in order to enable the maximum number of strains to be grouped. Cluster analysis of the 161 Guadalajara isolates was used to define eight different plasmid profiles, shown in Table 2 . Each different plasmid profile contained from one to six plasmids.
At any point in time, strains representing three to seven different plasmid profiles were present in our patient population (Table 2 ). Plasmid profiles 1 and 2 were mainly seen from 1986 to 1988, and then they declined in prevalence. The increased rate of S. sonnei isolation observed in 1988 was coincidental with the emergence of new plasmid profiles (profiles 4, 5, and 6) in addition to a marked increase in the frequencies of the profiles previously present (profiles 1, 2, and 3). Some of these, including profiles 3, 5, and 6, and also profile 7, which appeared after 1988, carried a new plasmid band with a molecular mass of 5.1 MDa. After 1988, the profiles initially present (1 and 2) were replaced by the new ones. Antimicrobial susceptibility testing was completed for 143 of the S. sonnei isolates from Guadalajara, Mexico (Table 3) . No resistance to aztreonam, gentamicin, or ofloxacin was found among S. sonnei strains during the study period. Resistance to chloramphenicol increased markedly after 1988, coincidentally with the emergence of the new plasmid profiles. Interestingly, 28 (87.5%) of the 32 isolates resistant to chloramphenicol possessed the new 5.1-MDa plasmid (P < 0.001; chi-square test). Resistance of S. sonnei to ampicillin, sulfisoxazole, and tetracycline remained high during the study period. No particular plasmid profile was predictive of a particular pattern of antibiotic susceptibility.
DISCUSSION
We have some knowledge concerning a large plasmid that encodes properties essential for virulence and concerning plasmids which confer drug resistance, but little is known about the small plasmids of S. sonnei. However, the reported stability of these small plasmids when subcultured allows their utilization as epidemiological markers (10, 12) . The total number of plasmids present in any given bacterial population can affect the results of the epidemiologic analysis. A small total number can compromise our ability to discriminate among strains. In contrast, the more plasmids an organism contains, the more specific is the plasmid profile as a marker for a single strain, although it may sometimes complicate the interpretation of the results when large, diverse populations are studied (15) .
Enteric bacteria can exchange genetic information readily, and plasmid profiles and antibiotic susceptibility results are particularly sensitive to environmental pressures. Occasionally, isolates that are considered part of an outbreak may exhibit different, but related, plasmid profiles and antibiotic susceptibility patterns (4) . Cluster analysis is used to establish the degree of relatedness among strains, information that may be useful in epidemiological studies (4, 14) . In the present study, the use of cluster analysis allowed us to classify all S. sonnei isolates into eight different groups or profiles, and we related this classification to the changes in the isolation of S. sonnei observed between 1986 and 1992. We observed that the reservoir of S. sonnei for U.S. travelers in this large urban area of Mexico where shigellosis is hyperendemic is made up of a heterogeneous group of strains from different plasmid profiles, which persist for a few years before their apparent replacement by strains that differ from the ones initially present. The observation of new plasmid profiles was coincidental with an increase in the isolation of S. sonnei in our population in 1988 to levels well above the ones seen in the preceding years. Interestingly, this peak in frequency was transient, and the levels of isolation promptly returned to their baseline range.
The pattern we describe parallels the trends reported in the United States (9 
